Drug resistance (especially multiple drug resistance) in Mycobacterium tuberculosis makes global concerns in treatment and control of tuberculosis. Rapid diagnosis of drug resistant strains of the bacteria has vital importance in the prognosis of the disease. The aim of this study was to identify the mutations responsible for drug resistance in Mycobacterium tuberculosis strains derived from patients with tuberculosis using line probe assay (LPA) method which rapidly detect drug resistant strains and respective mutations. Sputum samples from tuberculosis patients were collected and cultured on Lowenstein-Jensen medium, and then the colonies of Mycobacterium tuberculosis from cultures of 54 bacterial positive cases were randomly chosen for DNA extraction. Bacterial DNA was extracted using standard Cetyl Trimethyl Ammonium Bromide (CTAB) method.
Afterwards, some species of extensively drug resistant (XDR) and in rare cases, total drug resistant (TDR) TB has been observed (5).
Drug resistant and especially MDR-TB strains raise serious concern in the treatment of TB.
Mistreatment of patients with anti-TB drugs is the main cause leading to the incidence of mutations and as a result creation of drug resistance species.
Since M-TB has a low growth rate in culture medium and evaluation of drug sensitivity is expensive and time consuming, after early diagnosis of the disease, the same first line anti-TB drugs is immediately administered for all patients, regardless of their drug sensitivity status (5) . 
Material and Methods
In the present study, the colonies of M-TB from 54 samples were randomly selected. Before culturing sputum on Lowenstein-Jensen medium, all samples were treated with 4% NaOH. 
Results
In the present study, 54 TB patients of Mazandaran province (including 33 males and 21 females) were selected. Eleven subjects (9 females and 2 males) were resistant to at least one drug. In Venezuela, mutations in katG had 88.2% sensitivity and 100% specificity (13) . In Iran, and in Ahvaz, different mutations in inhA, rpoB and katG genes were detected in M-TB strains from the patients. In Zanjan (a central province of Iran) mutations in katG-315, rpoB-531 and inhA-15
positions were shown to have high incidence rate in isoniazid resistant strains of bacteria derived from TB patients (14) . Mutations on gyrA and rrs genes in Tehran were detected in another study (15) . 
